Collection of urine samples for peptidome (e.g. LC-MS or CE-MS) analysis
In order to facilitate the generation of meaningful data and to clarify the requirements for the analysis, we have prepared this sheet, indicating the most important steps.

Materials: 
The usage of changing materials for urinary sampling may affect the comparability of samples/data due to different adsorption of peptides, due to “leakage” of different compounds from of the used containers, etc. 

Hence, please use the following material for sample collection:

· urine-monovette (Sarstedt, Germany, order number: 10.291.003)

· urine-container (Sarstedt, Germany, order number: 75.563)

· urine-container lid (Sarstedt, Germany, order number: 76.564)

Sampling:

· urine 
10 ml (minimum 2 ml). If more urine is collected, do not discard, please store it or ship it to us, as these samples may be valuable for MS/MS sequencing. Best if second morning urine, but everything between 7 and 11 am collection usually works fine. In generally mid stream urine should be collected. 24h urine can be used as well, as long as it is collected in the presence of NaN3 (10 ml of a 5% solution) as preservative and hence does not contain microbial contamination. In general, samples should not be turbid and should be frozen without any further manipulation. Additives (e.g. protease inhibitors, chelating agents, etc.) must not be added.

· If turbid samples cannot be avoided: spin if hemorrhagic or cellular contents are obvious (10 min, >3000 rpm, 4oC). However, such samples may result in data of lower quality, therefore please indicate that the sample has been spun. Never spin sample after it has been stored for > 30 min in the cold, and certainly not after freezing!!!!!!!
·  First morning urine is not well suited, as it shows very high variability (probably due to differences in urinary output during the night). Urine obtained in afternoon and evening also shows a higher degree of variability, and generally lower concentration of peptides/proteins, which may result in the sample being of too low quality to be properly evaluated.

Freeze sample in the urine monovette at –20 oC minimum within 3 hours, avoid freeze thaw cycles! If more sample is available, please aliquot immediately after collection and freeze in aliquots.

Samples can be stored frozen at -20°C for years, if frost-free freezers (that undergo freeze thaw cycles) are not used. Automatic freeze/thaw cycles in freezers will compromise sample quality, must definitely be avoided.

For all samples: 

· Patient ID and DATE of sample collection (or any other unique original sample label) needs to be on the vials (use appropriate marker !!!!!!!!!!)

· Please send/email the medical history sheet together with the samples.

All samples should be frozen as soon as possible and stored on –20 C (or lower) until frozen shipment (usually on dry ice) or analysis. 

Please inform the analytical lab of the carrier chosen and of the air bill number as soon as the samples are on the way. 
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